(S)-segment primer set (outer: OS-M55F, 5′-TAGTAGTAGACTCC-3′, and XSV-S6R, 5′-AGITCIGGRTC-CATRTCRTCICC-3′; inner: Cro-2F, 5′-AGYCCIGTIATGRGW-GTIRTYGG-3′, and JJUVS-1233R, 5′-TCACCMAGRTGRAAGTGRT-CIAC-3. The bat was captured during July 2012 in Xuan Son National Park, a nature reserve in Thanh Sơn District, Phu Tho Province, ≈100 km west of Hanoi (21°07′26.75′N, 104°57′29.98′′E).
For confirmation, RNA extraction and RT-PCR were performed independently in a laboratory in which hantaviruses had never been handled. After initial detection, the L-segment sequence was extended by using another primer set (PHL-173F: 5′-GAT-WAAGCATGAYTGGTCTGA-3′; and TNL-5084R: 5′-GATCCTGAARTA-CAATGTGCTGG-3′). To calculate the number of virus copies in tissues by real-time RT-PCR, we used a virusspecific primer set (XSV-F: 5′-GTT-GCACAGCTTGGTATTGG-3′; and XSV-R: 5′-TTAGCACCCAAACCTC-CAAG-3′) and probe (XSV-Probe: 5′-ACAGCTCCTGGCATGGTA-AATTCTCC-3′).
Pairwise alignment and comparison (with ClustalW, www. clustal.org) of a 4,582-nt (1,527 aa) region of the RNA-dependent RNA polymerase-encoding L segment indicated sequence similarities of 71.4%-71.5% and 75.9%-78.7% at the nucleotide and amino acid levels, respectively, between XSV and Mouyassué virus and MGBV. Sequence analysis of a 499-nt (166 aa) region of the nucleocapsid-encoding S segment showed that XSV differed by 42.8%-58.3% from representative hantaviruses harbored by rodents and most soricomorphs. XSV sequences were identical in lung, liver, kidney, and spleen; and the highest number of virus copies (7.6 × 10 1 ) was in lung tissue, determined by real-time RT-PCR. No additional hantavirusinfected Pomona roundleaf bats were found by RT-PCR that used XSVspecific primers.
Phylogenetic analyses was performed with maximum-likelihood and Bayesian methods, and we used the GTR+I+Γ model of evolution, as selected by the hierarchical likelihood-ratio test in MrModel-test version 2.3 and jModelTest version 0.1 (10) , partitioned by codon position. Results indicated 4 distinct phylogroups, with XSV sharing a common ancestry with MGBV (Figure) . Similar topologies, supported by high bootstrap (>70%) and posterior node (>0.70) probabilities, were consistently derived when various algorithms and different taxa and combinations of taxa were used. Moreover, as we reported previously, the incongruence between some hantaviruses and their reservoir hosts might be indicative of host-switching events (5-7).
The striking sequence divergence of XSV presented considerable challenges for designing suitable primers for RT-PCR and sequencing. Also, sequencing efforts were constrained by the limited availability of tissues and concurrent virus isolation attempts. Consequently, we were unable to obtain the full-length sequence of XSV. Similarly, the inability to detect hantavirus RNA in tissues from other species of bats in this study might be attributed to several factors, including the highly focal nature of hantavirus infection, small sample sizes of bats of any given species, primer mismatches, and suboptimal cycling conditions.
Bats of the genus Hipposideros, family Hipposideridae, are among the most speciose insectivorous bats; ≈70 species are distributed across Africa, Europe, Asia, and Australia. Pomona roundleaf bats are frequently found in or near limestone or sandstone caves. Their colony sizes vary from few to many hundreds of individuals. The vast geographic distribution of the Pomona roundleaf bat throughout LETTERS Vietnam and in Bangladesh, Cambodia, China, India, Laos, Malaysia, Myanmar, Nepal, and Thailand, provides opportunities to ascertain the genetic diversity and phylogeography of XSV and XSV-related hantaviruses. In this regard, although hantavirus RNA was not detected in archival tissues from bats of ≈20 genera, including several other Hipposideros species (8, 9) , many more genetically divergent hantavirus species are probably harbored by insectivorous bats. Not all orphan viruses warrant intensive study at the time of their discovery. However, insights into the ecology and transmission dynamics of newfound bat-borne hantaviruses might prepare us to more rapidly diagnose future outbreaks caused by emerging hantaviruses. 
